. The asterisks indicate conserved base-pairs. The genetic clusters were drawn to scale, using GenBank file CP008706 as a template in UGENE v1.18.0 (Unipro).
. Phylogenetic analysis of the P1B-1 ATPases without the amino-terminal metal binding domain. Phylogenetic analysis of the P-type ATPases, including members of the Classical, FixI/CopA2 and histidine-rich subgroups of P1B-1 ATPases. ADP1, Acinetobacter baylyi; Bme, Brucella melitensis; Bsu, Bacillus subtilis; LpCopA, Legionella pneumophila; Pae, Pseudomonas aeruginosa; Pat, Pectobacterium atrosepticum; Sen, Salmonella enterica; Sme, Sinorhizobium meliloti. All P-type ATPases from Acinetobacter are depicted in red and those functionally characterised are in a larger font. 
